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<210> 1 

<211> 1398 

<212> DNA 

<213> homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (1398) 

<400> 1 

atg ggt cct ttg aaa get ttt etc ttc tec cct ttt ctt ctg egg agt 48 
Met Gly Pro Leu Lys Ala Phe Leu Phe Ser Pro Phe Leu Leu Arg Ser 
15 10 15 



caa agt aga ggg gtg agg ttg gtc ttc ttg tta ctg acc ctg cat ttg 9 6 
Gin Ser Arg Gly Val Arg Leu Val Phe Leu Leu Leu Thr Leu His Leu 
20 25 30 



gga aac tgt gtt gat aag gca gat gat gaa gat gat gag gat tta acg 144 
Gly Asn Cys Val Asp Lys Ala Asp Asp Glu Asp Asp Glu Asp Leu Thr 
35 40 45 

gtg aac aaa acc tgg gtc ttg gec cca aaa att cat gaa gga gat ate 192 
Val Asn Lys Thr Trp Val Leu Ala Pro Lys lie His Glu Gly Asp lie 
50 55 60 

aca caa att ctg aat tea ttg ctt caa ggc tat gac aat aaa ctt cgt 240 
Thr Gin lie Leu Asn Ser Leu Leu Gin Gly Tyr Asp Asn Lys Leu Arg 
65 70 75 80 



cca gat ata gga gtg agg ccc acr gta att gaa act gat gtt tat gta 
Pro Asp lie Gly Val Arg Pro Xaa Val lie Glu Thr Asp Val Tyr Val 



288 



85 



90 



95 



aac age att gga cca gtt gat cca att aat atg gaa tat aca ata gat 336 
Asn Ser lie Gly Pro Val Asp Pro lie Asn Met Glu Tyr Thr lie Asp 
100 105 110 

ata att ttt gec caa acc tgg ttt gac agt cgt tta aaa ttc aat agt 384 
lie lie Phe Ala Gin Thr Trp Phe Asp Ser Arg Leu Lys Phe Asn Ser 
115 120 125 

acc atg aaa gtg ctt atg ctt aac agt aat atg gtt gga aaa att tgg 432 
Thr Met Lys Val Leu Met Leu Asn Ser Asn Met Val Gly Lys lie Trp 
130 135 140 

att cct gac act ttc ttc aga aac tea aga aaa tct gat get cac tgg 480 
lie Pro Asp Thr Phe Phe Arg Asn Ser Arg Lys Ser Asp Ala His Trp 
145 150 155 160 

ata aca act cct aat cgt ctg ctt cga att tgg aat gat gga cga gtt 528 
lie Thr Thr Pro Asn Arg Leu Leu Arg lie Trp Asn Asp Gly Arg Val 
165 170 175 

ctg tat act eta aga ttg aca att aat gca gaa tgt tat ctt cag ctt 576 
Leu Tyr Thr Leu Arg Leu Thr lie Asn Ala Glu Cys Tyr Leu Gin Leu 
180 185 190 

cat aac ttt ccc atg gat gaa cat tec tgt cca ctg gaa ttt tea age 624 
His Asn Phe Pro Met Asp Glu His Ser Cys Pro Leu Glu Phe Ser Ser 
195 200 205 

tat gga tac cct aaa aat gaa att gag tat aag tgg aaa aag ccc tec 672 
Tyr Gly Tyr Pro Lys Asn Glu lie Glu Tyr Lys Trp Lys Lys Pro Ser 
210 215 220 

gta gaa gtg get gat cct aaa tac tgg aga tta tat cag ttt gca ttt 
Val Glu Val Ala Asp Pro Lys Tyr Trp Arg Leu Tyr Gin Phe Ala Phe 
225 230 235 240 

gta ggg tta egg aac tea act gaa ate act cac acg ate tew ggg gat 
Val Gly Leu Arg Asn Ser Thr Glu lie Thr His Thr lie Xaa Gly Asp 
245 250 255 

tak gtt ate atg aca att ttt ttt gac ctg age aga aga atg gga tat 
Xaa Val lie Met Thr lie Phe Phe Asp Leu Ser Arg Arg Met Gly Tyr 
260 265 270 

ttc act att cag acc tac att cca tgc att ctg aca gtt gtt ctt tct 
Phe Thr lie Gin Thr Tyr lie Pro Cys lie Leu Thr Val Val Leu Ser 
275 280 285 

tgg gtg tct ttt tgg ate aat aaa gat gca gtg cct gca aga aca teg 
Trp Val Ser Phe Trp lie Asn Lys Asp Ala Val Pro Ala Arg Thr Ser 
290 295 300 

ttg ggt ate act aca gtt ctg act atg aca acc ctg agt aca att gee 960 
Leu Gly lie Thr Thr Val Leu Thr Met Thr Thr Leu Ser Thr lie Ala 



720 



768 



816 



864 



912 



2 



305 



310 



315 



320 



gga tec act ctg att cca atg aat aat att tct gtg ccg caa gaa gat 
Gly Ser Thr Leu lie Pro Met Asn Asn lie Ser Val Pro Gin Glu Asp 
385 390 395 400 

gat tat ggg tat cag tgt ttg gag ggc aaa gat tgt gec age ttc ttc 
Asp Tyr Gly Tyr Gin Cys Leu Glu Gly Lys Asp Cys Ala Ser Phe Phe 
405 410 415 

tgt tgc ttt gaa gac tgc aga aca gga tct tgg agg gaa gga agg ata 
Cys Cys Phe Glu Asp Cys Arg Thr Gly Ser Trp Arg Glu Gly Arg lie 
420 425 430 

cac ata cgc att gec aaa att gac tct tat tct aga ata ttt ttc cca 
His lie Arg He Ala Lys He Asp Ser Tyr Ser Arg lie Phe Phe Pro 
435 440 445 

acc get ttt gec ctg ttc aac ttg gtt tat tgg gtt ggc tat ctt tac 
Thr Ala Phe Ala Leu Phe Asn Leu Val Tyr Trp Val Gly Tyr Leu Tyr 
450 455 460 

tta taa 
Leu * 
465 



1056 



agg aag tct tta cct aag gtt tct tat gtg act gcg atg gat etc ttt 1008 
Arg Lys Ser Leu Pro Lys Val Ser Tyr Val Thr Ala Met Asp Leu Phe 
325 330 335 

gtt tct gtt tgt ttc att ttt gtt ttt gca gec ttg atg gaa tat gga 
Val Ser Val Cys Phe He Phe Val Phe Ala Ala Leu Met Glu Tyr Gly 
340 345 350 

acc ttg cat tat ttt acc age aac caa aaa gga aag act get act aaa 1104 
Thr Leu His Tyr Phe Thr Ser Asn Gin Lys Gly Lys Thr Ala Thr Lys 
355 360 365 

gac aga aag eta aaa aat aaa gec teg atg act cct ggt etc cat cct 1152 
Asp Arg Lys Leu Lys Asn Lys Ala Ser Met Thr Pro Gly Leu His Pro 
370 375 380 



1200 



1248 



1296 



1344 



1392 



1398 



<210> 2 
<211> 465 
<212> PRT 

<213> homo sapiens 
<400> 2 

Met Gly Pro Leu Lys Ala Phe Leu Phe Ser Pro Phe Leu Leu Arg Ser 

15 10 15 

Gin Ser Arg Gly Val Arg Leu Val Phe Leu Leu Leu Thr Leu His Leu 

20 25 30 

Gly Asn Cys Val Asp Lys Ala Asp Asp Glu Asp Asp Glu Asp Leu Thr 

35 40 45 

Val Asn. Lys Thr Trp Val Leu Ala Pro Lys lie His Glu Gly Asp He 



3 



50 

Thr Gin lie Leu 
65 

Pro Asp lie Gly 

Asn Ser lie Gly 
100 

lie lie Phe Ala 
115 

Thr Met Lys Val 
130 

lie Pro Asp Thr 
145 

lie Thr Thr Pro 

Leu Tyr Thr Leu 
180 

His Asn Phe Pro 
195 

Tyr Gly Tyr Pro 
210 

Val Glu Val Ala 
225 

Val Gly Leu Arg 

Tyr Val lie Met 
260 

Phe Thr lie Gin 
275 

Trp Val Ser Phe 
290 

Leu Gly lie Thr 
305 

Arg Lys Ser Leu 

Val Ser Val Cys 
340 

Thr Leu His Tyr 
355 

Asp Arg Lys Leu 
370 

Gly Ser Thr Leu 
385 

Asp Tyr Gly Tyr 

Cys Cys Phe Glu 
420 

His lie Arg lie 
435 

Thr Ala Phe Ala 
450 

Leu 
465 



55 

Asn Ser Leu Leu 
70 

Val Arg Pro Thr 
85 

Pro Val Asp Pro 

Gin Thr Trp Phe 
120 

Leu Met Leu Asn 
135 

Phe Phe Arg Asn 
150 

Asn Arg Leu Leu 
165 

Arg Leu Thr lie 

Met Asp Glu His 
200 

Lys Asn Glu lie 
215 

Asp Pro Lys Tyr 
230 

Asn Ser Thr Glu 
245 

Thr lie Phe Phe 

Thr Tyr lie Pro 
280 

Trp lie Asn Lys 
295 

Thr Val Leu Thr 
310 

Pro Lys Val Ser 
325 

Phe lie Phe Val 

Phe Thr Ser Asn 
360 

Lys Asn Lys Ala 
375 

lie Pro Met Asn 
390 

Gin Cys Leu Glu 
405 

Asp Cys Arg Thr 

Ala Lys lie Asp 
440 

Leu Phe Asn Leu 
455 



60 

Gin Gly Tyr Asp 
75 

Val lie Glu Thr 
90 

lie Asn Met Glu 
105 

Asp Ser Arg Leu 

Ser Asn Met Val 
140 

Ser Arg Lys Ser 
155 

Arg lie Trp Asn 
170 

Asn Ala Glu Cys 
185 

Ser Cys Pro Leu 

Glu Tyr Lys Trp 
220 

Trp Arg Leu Tyr 
235 

lie Thr His Thr 
250 

Asp Leu Ser Arg 
265 

Cys lie Leu Thr 

Asp Ala Val Pro 
300 

Met Thr Thr Leu 
315 

Tyr Val Thr Ala 
330 

Phe Ala Ala Leu 
345 

Gin Lys Gly Lys 

Ser Met Thr Pro 
380 

Asn lie Ser Val 
395 

Gly Lys Asp Cys 
410 

Gly Ser Trp Arg 
425 

Ser Tyr Ser Arg 

Val Tyr Trp Val 
460 



Asn Lys Leu Arg 
80 

Asp Val Tyr Val 
95 

Tyr Thr lie Asp 
110 

Lys Phe Asn Ser 
125 

Gly Lys lie Trp 

Asp Ala His Trp 
160 

Asp Gly Arg Val 
175 

Tyr Leu Gin Leu 
190 

Glu Phe Ser Ser 
205 

Lys Lys Pro Ser 

Gin Phe Ala Phe 
240 

lie Ser Gly Asp 
255 

Arg Met Gly Tyr 
270 

Val Val Leu Ser 
285 

Ala Arg Thr Ser 

Ser Thr lie Ala 
320 

Met Asp Leu Phe 
335 

Met Glu Tyr Gly 
350 

Thr Ala Thr Lys 
365 

Gly Leu His Pro 

Pro Gin Glu Asp 
400 

Ala Ser Phe Phe 
415 

Glu Gly Arg lie 
430 

lie Phe Phe Pro 
445 

Gly Tyr Leu Tyr 



<210> 3 



4 



# 



<211> 771 
<212> DNA 

<213> homo sapiens 



<220> 

<221> CDS 

<222> (1) . . . (771) 



<400> 3 

atg ggt cct ttg aaa get ttt etc ttc tec cct ttt ctt ctg egg agt 48 
Met Gly Pro Leu Lys Ala Phe Leu Phe Ser Pro Phe Leu Leu Arg Ser 
1 5 10 15 

caa agt aga ggg gtg agg ttg gtc ttc ttg tta ctg ace ctg cat ttg 96 
Gin Ser Arg Gly Val Arg Leu Val Phe Leu Leu Leu Thr Leu His Leu 
20 25 30 

gga aac tgt gtt gat aag gca gat gat gaa gat gat gag gat tta acg 144 
Gly Asn Cys Val Asp Lys Ala Asp Asp Glu Asp Asp Glu Asp Leu Thr 
35 40 45 

gtg aac aaa acc tgg gtc ttg gec cca aaa att cat gaa gga gat ate 192 
Val Asn Lys Thr Trp Val Leu Ala Pro Lys lie His Glu Gly Asp* He 
50 55 60 

aca caa att ctg aat tea ttg ctt caa ggc tat gac aat aaa ctt cgt 240 
Thr Gin He Leu Asn Ser Leu Leu Gin Gly Tyr Asp Asn Lys Leu Arg 
65 70 75 80 

cca gat ata gga gtg agg ccc aca gta att gaa act gat gtt tat gta 2 88 
Pro Asp He Gly Val Arg Pro Thr Val He Glu Thr Asp Val Tyr Val 
85 90 95 

aac age att gga cca gtt gat cca att aat atg gaa tat aca ata gat 336 
Asn Ser He Gly Pro Val Asp Pro He Asn Met Glu Tyr Thr He Asp 
100 105 HO 

ata att ttt gec caa acc tgg ttt gac agt cgt tta aaa ttc aat agt 3 84 
He He Phe Ala Gin Thr Trp Phe Asp Ser Arg Leu Lys Phe Asn Ser 
115 120 125 

acc atg aaa gtg ctt atg ctt aac agt aat atg gtt gga aaa att tgg 432 
Thr Met Lys Val Leu Met Leu Asn Ser Asn Met Val Gly Lys He Trp 
130 135 140 

att cct gac act ttc ttc aga aac tea aga aaa tct gat get cac tgg 480 
He Pro Asp Thr Phe Phe Arg Asn Ser Arg Lys Ser Asp Ala His Trp 
145 150 155 160 

ata aca act cct aat cgt ctg ctt cga att tgg aat gat gga cga gtt 528 
He Thr Thr Pro Asn Arg Leu Leu Arg He Trp Asn Asp Gly Arg Val 
165 170 175 

ctg tat act eta aga ttg aca att aat gca gaa. tgt tat ctt cag ctt 576 
Leu Tyr Thr Leu Arg Leu Thr He Asn Ala Glu Cys Tyr Leu Gin Leu 
180 185 190 



cat aac ttt ccc atg gat gaa cat tec tgt cca ctg gaa ttt tea age 624 
His Asn Phe Pro Met Asp Glu His Ser Cys Pro Leu Glu Phe Ser Ser 
195 200 205 

tat gga tac cct aaa aat gaa att gag tat aag tgg aaa aag ccc tec 672 
Tyr Gly Tyr Pro Lys Asn Glu lie Glu Tyr Lys Trp Lys Lys Pro Ser 
210 215 220 

gta gaa gtg get gat cct aaa tac tgg aga tta tat cag ttt gca ttt 720 
Val Glu Val. Ala Asp Pro Lys Tyr Trp Arg Leu Tyr Gin Phe Ala Phe 
225 230 235 240 

gta ggg tta egg aac tea act gaa ate act cac acg ate tct ggg gat 768 
Val Gly Leu Arg Asn Ser Thr Glu lie Thr His Thr lie Ser Gly Asp 
245 250 255 



tag 



771 



<210> 4 
<211> 256 
<212> PRT 

<213> homo sapiens 
<400> 4 

Met Gly Pro Leu Lys Ala Phe Leu Phe Ser Pro Phe Leu Leu Arg Ser 

15 10 15 

Gin Ser Arg Gly Val Arg Leu Val Phe Leu Leu Leu Thr Leu His Leu 

20 25 30 

Gly Asn Cys Val Asp Lys Ala Asp Asp Glu Asp Asp Glu Asp Leu Thr 

35 40 45 

Val Asn Lys Thr Trp Val Leu Ala Pro Lys lie His Glu Gly Asp lie 

50 55 60 

Thr Gin lie Leu Asn Ser Leu Leu Gin Gly Tyr Asp Asn Lys Leu Arg 
65 70 75 80 

Pro Asp lie Gly Val Arg Pro Thr Val lie Glu Thr Asp Val Tyr Val 

85 90 95 

Asn Ser lie Gly Pro Val Asp Pro lie Asn Met Glu Tyr Thr lie Asp 

100 105 110 

lie lie Phe Ala Gin Thr Trp Phe Asp Ser Arg Leu Lys Phe Asn Ser 

115 120 125 

Thr Met Lys Val Leu Met Leu Asn Ser Asn Met Val Gly Lys lie Trp 

130 135 140 

lie Pro Asp Thr Phe Phe Arg Asn Ser Arg Lys Ser Asp Ala His Trp 
145 150 155 160 

lie Thr Thr Pro Asn Arg Leu Leu Arg lie Trp Asn Asp Gly Arg Val 

165 170 175 

Leu Tyr Thr Leu Arg Leu Thr lie Asn Ala Glu Cys Tyr Leu Gin Leu 

180 185 190 

His Asn Phe Pro Met Asp Glu His Ser Cys Pro Leu Glu Phe Ser Ser 

195 200 205 

Tyr Gly Tyr Pro Lys Asn Glu lie Glu Tyr Lys Trp Lys Lys Pro Ser 
210 215 220 



6 



• 



Val Glu Val Ala 
225 

Val Gly Leu Arg 



Asp Pro Lys Tyr 
230 

Asn Ser Thr Glu 
245 



Trp Arg Leu Tyr 
235 

lie Thr His Thr 
250 



Gin Phe Ala Phe 
240 

lie Ser Gly Asp 
255 



<210> 5 

<211> 1568 

<212> DNA 

<213> homo sapiens 



<400> 5 

ggtgcactgc 

gaaaagtcct 

ggtcctttga 

aggttggtct 

gaagatgatg 

ggagatatca 

gatataggag 

gttgatccaa 

agtcgtttaa 

aaaatttgga 

acaactccta 

ttgacaatta 

tgtccactgg 

aagccctccg 

gggttacgga 

attttttttg 

attctgacag 

agaacatcgt 

aagtctttac 

atttttgttt 

aaaggaaaga 

ctccatcctg 

tatgggtatc 

tgcagaacag 

tattctagaa 

tatctttact 

tcaagtag 



ctttccacac 
ggctgggaga 
aagcttttct 
tcttgttact 
aggatttaac 
cacaaattct 
tgaggcccac 
ttaatatgga 
aattcaatag 
ttcctgacac 
atcgtctgct 
atgcagaatg 
aattttcaag 
tagaagtggc 
actcaactga 
acctgagcag 
ttgttctttc 
tgggtatcac 
ctaaggtttc 
ttgcagcctt 
ctgctactaa 
gatccactct 
agtgtttgga 
gatcttggag 
tatttttccc 
tataaaatct 



tctcccttct 
attgagctag 
cttctcccct 
gaccctgcat 
ggtgaacaaa 
gaattcattg 
rgtaattgaa 
atatacaata 
taccatgaaa 
tttcttcaga 
tcgaatttgg 
ttatcttcag 
ctatggatac 
tgatcctaaa 
aatcactcac 
aagaatggga 
ttgggtgtct 
tacagttctg 
ttatgtgact 
gatggaatat 
agacagaaag 
gattccaatg 
gggcaaagat 
ggaaggaagg 
aaccgctttt 
acttcataag 



gtactcagcc 
tgcagcacac 
tttcttctgc 
ttgggaaact 
acctgggtct 
cttcaaggct 
actgatgttt 
gatataattt 
gtgcttatgc 
aactcaagaa 
aatgatggac 
cttcataact 
cctaaaaatg 
tactggagat 
acgatctcwg 
tatttcacta 
ttttggatca 
actatgacaa 
gcgatggatc 
ggaaccttgc 
ctaaaaaata 
aataatattt 
tgtgccagct 
atacacatac 
gccctgttca 
caaaaatcaa 



agctgctgct 
gtaaaaaagc 
ggagtcaaag 
gtgttgataa 
tggccccaaa 
atgacaataa 
atgtaaacag 
ttgcccaaac 
ttaacagtaa 
aatctgatgc 
gagttctgta 
ttcccatgga 
aaattgagta 
tatatcagtt 
gggattakgt 
ttcagaccta 
ataaagatgc 
ccctgagtac 
tctttgtttc 
attattttac 
aagcctcgat 
ctgtgccgca 
tcttctgttg 
gcattgccaa 
acttggttta 
aagaagtctt 



gaggtgggag 
gattccgatg 
tagaggggtg 
ggcagatgat 
aattcatgaa 
acttcgtcca 
cattggacca 
ctggtttgac 
tatggttgga 
tcactggata 
tactctaaga 
tgaacattcc 
taagtggaaa 
tgcatttgta 
tatcatgaca 
cattccatgc 
agtgcctgca 
aattgccagg 
tgtttgtttc 
cagcaaccaa 
gactcctggt 
agaagatgat 
ctttgaagac 
aattgactct 
ttgggttggc 
gacttaaatt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1568 



7 



